Pandemic (H1N1) 2009 virus has been causing major concerns around the world because of its epidemic potential, rapid dissemination, rate of mutations, and the number of fatalities. One way to gain an advantage over this virus is to use existing rapid 
bioinformatics tools to examine easily and inexpensively generated genetic sequencing data. We have used the protein sequences deposited with the National Center for Biotechnology Information (NCBI) for data mining to study the relationship among the 
Introduction:
The H1N1 strain of influenza is a single stranded RNA virus composed of a segmented genome originated from various influenza viruses [1] . An infection of mixtures of various influenza viruses results in the release of progeny viruses containing novel arrangements of segments. In Asia, North America, and much of Europe, viruses of the H1N1 subtype are the most commonly isolated [3] [4] . However, for the purposes of this study, we have chosen to focus on the Pandemic (H1N1) 2009 virus isolates [2] The combined FASTA file was fragmented onto location-specific protein sequences.
These location-specific FASTA files were then uploaded into a Structured Query Language (SQL) Server relational database management system (RDBMS). This database was used to create a 65 x 65 correlational matrix based on the locations. The corresponding matrix FASTA files were merged to create a two location-based protein sequence file; a total of 4225 FASTA files were created in this matrix. These files were indexed using DBIndexer 3 utility included in its Bio-Works ® Suite of applications (Thermo Fisher, CA). The generated header files were used to read the unique number of peptides observed and the computed values were assigned in the corresponding cell of the matrix.
Jaccard's index was computed for each cell to determine the similarity of a given cell to the data set. The unique peptide values observed for each specific location were used to perform clustering calculations, using linkage rule of "Wards Method" and distance measure of "Euclidean distance". This analysis was automated in-house with coded software application labeled as "genTree".
Results and Discussions:
The resulting cluster analysis generated from the protein sequences of the Pandemic (H1N1) 2009 virus showed two distinct sub-clusters (figure 1). The distinct sub-clusters vary in their number of the locations with cluster-A containing 7 countries, and subcluster-B 17 countries (Table 1) . Also, sub-cluster-A has fewer numbers of cases (29) than that of sub-cluster-B (36), although this may be the result of availability of sequence data rather than an indication of a true disparity in total numbers of cases. The proteomic variability of the cases within a sub-cluster shows some independence of the geographical location, which may demonstrate dissemination of distinct genetic isolates via commercial airline travel. For example in the topmost portion of sub-cluster-A, a significant grouping was observed among cases from Japan (6 cases), China (3 cases),
USA (1 case 
